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FIGURE 2 



Met Asp lie Leu Cys Glu Glu Asn Thr Ser 
ATGGATATTCTTTGTGAAGAAAATACTTCT 



10 20 30 

Leu Ser Ser Thr Thr Asn Ser Leu Met Gin 
TTGAGCTCAACTACGAACTCCCTAATGCAA 

40 50 60 

Leu Asn Asp Asp Thr Arg Leu Tyr Ser Asn 
TTAAATGATGACACCAGGCTCTACAGTAAT 

70 80 90 

Asp Phe Asn Ser Gly Glu Ala Asn Thr Ser 
GACTTTAACTCCGGAGAAGCTAACACTTCT 

100 110 120 

Asp Ala Phe Asn Trp Thr Val Asp Ser Glu 
GATGCATTTAACTGGACAGTCGACTCTGAA 

130 140 150 

Asn Arg Thr Asn Leu Ser Cys Glu Gly Cys 

AATCGAACCAACCTTTCCTGTGAAGGGTGC 

160 170 180 
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FIGURE 2, CON'D 

Leu Ser Pro Ser Cys Leu Ser Leu Leu His 
CTCTCACCGTCGTGTCTCTCCTTACTTCAT 

190 200 210 

Leu Gin Glu Lys Asn Trp Ser Ala Leu Leu 
CTCCAGGAAAAAAACTGGTCTGCTTTACTG 

220 230 240 

Thr Ala Val Val lie lie Leu Thr lie Ala 
A C_A GCCGTAGTGATTATTCTAACTATTGCT 



250 260 270 

Gly Asn He Leu Val He Met Ala Val Ser 

GGAAACATACTCGTCATCATGGCAGTGTCC 

280 290 300 

Leu Glu Lys Lys Leu Gin Asn Ala Thr Asn 
CTAGAGAAAAAGCTGCAGAATGCCACCAAC 

310 320 330 

Tyr Phe Leu Met Ser Leu Ala He Ala Asp 
TATTTCCTGATGTCACTTGCCATAGCTGAT 

340 350 360 

Met Leu Leu Gly Phe Leu Val Met Pro Val 
ATGCTGCTGGGTTTCCTTGTCATGCCCGTG 

370 380 390 



Ser Met Leu Thr He Leu Tyr Gly Tyr Arg 
TCCATGTTAACCATCCTGTAT.GGGTACCGG 

400 410 420 
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FIGURE 2, CONT'D 

Trp Pro Leu Pro Ser Lys Leu Cys Ala Val 
TGGCCTCTGCCGAGCAAGCTTTGTGCAGTC 

430 440 450 

Trp He Tyr Leu Asp Val Leu Phe Ser Thr 
TGGATTTACCTGGACGTGCTCTTCTCCACG 

460 470 480 

Ala Ser He Met His Leu Cys Ala He Ser 

-G-S-S— T-G-C-A— T -C__A -T _G _C_A_C_C_T C TGCGCCATCTCG 

490 500 510 

Leu Asp Arg Tyr Val Ala He Gin Asn Pro 
CTGGACCGCTACGTCGCCATCCAGAATCCC 

520 530 540 

He His His Ser Arg Phe Asn Ser Arg Thr 
ATCCACCACAGCCGCTTCAACTCCAGAACT 

550 560 570 

Lys Ala Phe Leu Lys He He Ala Val Trp 
AAGGCATTTCTGAAAATCATTGCTGTTTGG 

580 590 600 

Thr He Ser Val Gly He Ser Met Pro He 
ACCATATCAGTAGGTATATCCATGCCAATA 

610 620 630 

Pro Val Phe Gly Leu Gin Asp Asp Ser Lys 
CCAGTCTTTGGGCTACAGGACGATTCGAAG 

640 650 660 
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FIGURE 2, CONT'D 

Val Phe Lys Glu Gly Ser Cys Leu Leu Ala 
GTCTTTAAGGAGGGGAGTTGCTTACTTGCC 

670 680 690 

Asp Asp Asn Phe Val Leu lie Gly Ser Phe 
GATGATAACTTTGTCCTGATCGGCTCTTTT 

700 710 720 



Val Ser Phe Phe lie Pro Leu Thr lie Met 

..-^ E»« <^ m 



T— T -T— C—A. _T_ jr CCCJE'TAACCATCATG 



730 740 750 

Val lie Thr Tyr Phe Leu Thr lie Lys Ser 
GTGATCACCTACTTTCTAACTATCAAGTCA 

760 770 780 

Leu Gin Lys Glu Ala Thr Leu Cys Val Ser 
CTCCAGAAAGAAGCTACTTTGTGTGTAAGT 

790 800 810 

Asp Leu Gly Thr Arg Ala Lys Leu Ala Ser 
GATCTTGGCACACGGGCCAAATTAGCTTCT 

820 830 840 

Phe Ser Phe Leu Pro Gin Ser Ser Leu Ser 
TTCAGCTTCCTCCCTCAGAGTTCTTTGTCT 

850 860 870 



Ser Glu Lys Leu Phe Gin Arg Ser lie His 
TCAGAAAAGCTGTTCCAGCGGTCGATCCAT 

880 890 900 



# 
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FIGURE 2, CONT'D 

Arg Glu Pro Gly Ser Tyr Thr Gly Arg Arg 
GGGAGCCAGGGTCCTACACAGGCAGGAGG 

910 920 930 

Thr Met Gin Ser lie Ser Asn Glu Gin Lys 
CTATGCAGTCCATCAGCAATGAGCAAAAG 

940 950 960 

Ala Cys Lys Val Leu Gly lie Val Phe Phe 

~Q~P.~-T^G~C~^h^^-G_G_T^ _GCTGGGCATCGTCTTCTTC 



970 980 990 

Leu Phe Val Val Met Trp Cys Pro Phe Phe 
CTGTTTGTGGTGATGTGGTGCCCTTTCTTC 

1000 1010 1020 

lie Thr Asn lie Met Ala Val lie Cys Lys 
ATCACAAACATCATGGCCGTCATCTGCAAA 

1030 1040 1050 



Glu Ser Cys Asn Glu Asp Val lie Gly Ala 
GAGTCCTGCAATGAGGATGTCATTGGGGCC 

1060 1070 1080 

Leu Leu Asn Val Phe Val Trp lie Gly Tyr 
CTGCTCAATGTGTTTGTTTGGATCGGTTAT 

1090 1100 1110 



Leu Ser 
C T C T C T 



Ser Ala Val 
TCAGCAGTC 
1120 



Asn Pro Leu 
AACCCACTA 
1130 



Val Tyr 
G T C T A C 
1140 
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FIGURE 2, CONT'D 

Thr Leu Phe Asn Lys Thr Tyr Arg Ser Ala 
ACACTGTTCAACAAGACCTATAGGTCAGCC 

1150 1160 1170 

Phe Ser Arg Tyr lie Gin Cys Gin Tyr Lys 
TTTTCACGGTATATTCAGTGTCAGTACA AG 

1180 1190 1200 



Glu Asn Lys Lys Pro Leu Gin Leu lie Leu 

-G--A--A-~A— A"G^-A-"A-A-A^ A -A X_C_A^ T_T T T A A T T T T^A 

1210 1220 1230 

Val Asn Thr lie Pro Ala Leu Ala Tyr Lys 

GTGAACACAATACCGGCTTTGGCCTACAAG 

1240 1250 1260 



Ser Ser Gin Leu Gin Met Gly Gin Lys Lys 
TCTAGCCAACTTCAAATGGGACA A A A A A A G 

1270 1280 1290 

Asn Ser Lys Gin Asp Ala Lys Thr Thr Asp 
AATTCAAAGCAAGATGCCAAGACAACAGAT 

1300 1310 1320 

Asn Asp Cys Ser Met Val Ala Leu Gly Lys 
AATGACTGCTCAATGGTTGCTCTAGGAAAG 

1330 1340 1350 

Gin His Ser Glu Glu Ala Ser Lys Asp Asn 
CAGCATTCTGAAGAGGCTTCTAAAGACAAT 

1360 1370 1380 
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FIGURE 2, CONT'D 

Ser Asp Gly Val Asn Glu Lys Val Ser Cys 
AGCGACGGAGTGAATGAAAAGGTGAGCTGT 

1390 1400 1410 

Val *** *** Ala Ser Cys Arg Gly Asn Cys 
GTGTGATAGGCTAGTTGCCGTGGCAACTGT 

1420 1430 1440 



GGAAGGCACACTGAGCAAGTTTTCACCTAT 



1450 1460 1470 



CTGGTTTTTTTTG 

1480 
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pmols/mg protein 




